Background: The 1000 Genome project paved the way for sequencing diverse human populations. New genome projects are being established to sequence underrepresented populations helping in understanding human genetic diversity. The Kuwait Genome Project an initiative to sequence individual genomes from the three subgroups of Kuwaiti population namely, Saudi Arabian tribe; "tent-dwelling" Bedouin; and Persian, attributing their ancestry to different regions in Arabian Peninsula and to modern-day Iran (West Asia). These subgroups were in line with settlement history and are confirmed by genetic studies. In this work, we report whole genome sequence of a Kuwaiti native from Persian subgroup at >37X coverage. Results: We document 3,573,824 SNPs, 404,090 insertions/deletions, and 11,138 structural variations. Out of the reported SNPs and indels, 85,939 are novel. We identify 295 'loss-of-function' and 2,314 'deleterious' coding variants, some of which carry homozygous genotypes in the sequenced genome; the associated phenotypes include pharmacogenomic traits such as greater triglyceride lowering ability with fenofibrate treatment, and requirement of high warfarin dosage to elicit anticoagulation response. 6,328 non-coding SNPs associate with 811 phenotype traits: in congruence with medical history of the participant for Type 2 diabetes and β-Thalassemia, and of participant's family for migraine, 72 (of 159 known) Type 2 diabetes, 3 (of 4) β-Thalassemia, and 76 (of 169) migraine variants are seen in the genome. Intergenome comparisons based on shared disease-causing variants, positions the sequenced genome between Asian and European genomes in congruence with geographical location of the region. On comparison, bead arrays perform better than sequencing platforms in correctly calling genotypes in low-coverage sequenced genome regions however in the event of novel SNP or indel near genotype calling position can lead to false calls using bead arrays.
Background
Arabian Peninsula, situated at the nexus of Africa, Europe and Asia, has been implicated in early human migration route out of Africa and in early intercontinental trade routes [1] [2] [3] . The State of Kuwait is situated at northwestern tip of Persian Gulf and is bordered by Iraq and Saudi Arabia. Kuwaiti population is composed of early settlers from different regions in and around Arabian Peninsula namely Persia, Saudi Arabia and the deserts on the fringes of the Peninsula. Genetic features characterize Kuwaiti population into these three migratory subgroups [4] [5] [6] .
The Persian subgroup is composed of people of West Asian (particularly Iranian) descent [7] . Iran, centrally located in the Asian continent, has served for centuries as gateway for movement of human population across diverse spheres of Asia and Europe. Iran is home to one of the major ancient civilizations and has rich cultural and social diversity [8] . Iranian population consists of diverse ethnic and linguistic groups namely Arabs, Armenians, Assyrians, Azeris, Baluchis, Gilaks, Mazandarani, Kurds, Lurs, Persian, Turkmen and Zoroastrians. Ychromosome haplogroup studies also placed Iran at the nexus of tri-continental human migration and as a constant recipient of gene flow from the three continents [9, 10] . The Persian subgroup of Kuwaiti population migrated into Kuwait from southwestern Iran and settled much before the establishment of modern-day Kuwait, the first group arriving around the second half of eighteenth century [7] .
The 1000 Genomes Project [11] has illustrated that as high as 53% of rare variants (at minor allele frequency, MAF ≤ 0.5%) are observed only in individual populations, and that 17% of low-frequency variants (at MAF of 0.5% to 5%) are observed in single ancestry groups. Thus, it is essential to sequence diverse global populations, such as those that are underrepresented (e.g. Arabian Peninsula) in global genome-wide surveys, to enlarge our knowledge on human genome diversity.
Kuwait Genome Project (KGP) is an initiative to sequence individual genomes from three genetically distinct subgroups of Kuwaiti population at high coverage. In this paper, we report whole genome sequence of an individual from the Persian subgroup of Kuwaiti population (KWP1) at >37X coverage. We catalog a total of 3,573,824 single nucleotide polymorphisms (SNPs), 404,090 short insertions/deletions (indels) of length ≤ 50 bp, and 11,138 structural variations. The identified variants include deleterious and loss-of-function coding variants, as well as critical non-coding variants that are associated with phenotype traits. We illustrate how the medical history of the sequenced individual (Type 2 diabetes and β-Thalassemia) and of the family members (migraine) is reflected in the identified genome variants. The reported genome sequence, which can be used as ancestry specific genome for discovering additional variants [12] , and genome variants add to the human variome diversity and may serve as terminus a quo for larger sequencing projects on this population group of Persian origin.
Results

Participant information and alignment statistics
A male participant aged 70 years, with self-reported history of Type 2 diabetes and β-Thalassemia (Minor) otherwise leading an active lifestyle was randomly selected from the Persian subgroup (Kuwait P as reported in our previous study [6] ) of Kuwaiti population (Additional file 1: Figure S1 ). The participant's surname lineage traces back its ancestry to a region in southern Iran and thus is in accordance with genetic clustering. The participant's family is settled in Kuwait for at least 5 generations. Participant was further seen clustered with exomes of West Asian origin from the State of Qatar [13] (Additional file 2: Figure S2 ). The participant did not report any history of cardiovascular disorders or other major ailments.
A total of 1,111,992,216 (QC-passed) reads of 101 bps in length were generated covering human genome at 37.44X. Overall, 1,058,855,102 (95.22%) of the reads were mapped to reference human genome properlyi.e. the output of the Sequence Alignment/Map (SAM) tool for these mapped reads indicate that the reads aligned properly according to the aligner. Out of 1,058,855,102 mapped reads, 98.57% reads were mapped in proper pairs, 10,835,756 reads were singletons and 1,284,321 reads had their mates mapped to different chromosomes (mapQ > 5).
Y-chromosome and mitochondrial haplogroups of the participant
The participant belongs to L1c [L-M357, L3] Y-chromosome haplogroup and HV14 [HV1a2] mitochondrial haplogroup. All three subgroups of L (L1a (M76), L1b (M317), and L1c (M357)) are present in Iran and Pakistan [14] . L1a is the most common subgroup found in India and L1b (M317) is rarest of the three in south Asia. L1c haplogroup is seen, though in low frequencies (2-4%), in the northern part of the Middle East (Iran, Turkey, Armenia, Kurdistan, Lebanon). It has been observed in 1.6% of the 938 male participants recruited to study Y-chromosome variation in modern Iran [10] . This haplogroup is also observed in Pashtun tribes from Afghanistan [15] . The HV mitochondrial haplogroup has a west Eurasian origin and is found throughout West Asia and Southeastern Europe, including Iran, Anatolia (present-day Turkey), the Caucasus Mountains of southern Russia and the Republic of Georgia [16] . Thus, the identified Y-chromosome and mitochondrial haplogroups are consistent with the Persian ancestry of the participant.
Observed single nucleotide polymorphisms (SNPs) and indels
A total of 3,573,824 SNPs and 404,090 indels (of length ≤50 bp) were identified through comparing KWP1 genome with human reference genome (hg19) [17] . The number of reported SNPs is in concordance with mean of 3,596,151 SNPs as seen in sequencing 100 Malay Genomes using similar technology and at similar coverage [18] .
Of these variants, 58,186 (1.63%) SNPs and 27,753 (6.87%) indels are 'novel'. This set of novel variants includes 1,547 SNPs and 4,577 indels having alleles not reported in dbSNP 138 [19] . The size distribution of the novel indels is similar to that of the known indels ( Figure 1 ). The genome-wide Transition/Transversion ratio is 2.10 for known SNPs and 1.96 for novel SNPs (Additional file 3: Figure S3 ). The observed value in the case of novel SNPs at 1.96 is lower than the expected range of~2.0-2.1; this can be due to one or a combination of the following reasons: possibility of residual false positives, possibility of a relative deficit in transitions due to sequencing context bias, or because of the apparently higher transition ratio often associated with low frequency variants [20] .
Annotation of SNPs and indels based on genomic locations
The identified SNPs and indels were classified into thirteen broad classes based on their genomic locations (Additional file 4: Table S1 ). In addition, the variants from coding regions were classified into thirteen classes based on their locations in exonic regions and their effects on protein sequences ( Table 1) . Most of the known and novel variants lie in intergenic regions.
A set of 278 known exonic variants were annotated as LOF (Loss-of-Function) variants. This includes 147 SNPs and 131 indels which result in premature stops, splice-site disruptions and frame shifts. The number of identified LOF variants is consistent with previous reported average of 250 to 300 in 1000 Genomes Project [21] . Of these 278 exonic LOF variants, 130 variants (61 SNPs (Additional file 5: Table S2 ) and 69 indels (Additional file 6: Table S3)) are homozygous alternate leading to complete loss of function. Interestingly, none of the identified 17 novel exonic LOF variants (6 SNPs and 11 indels) are homozygous alternate. Previous studies have also shown at least 30 LOFs in homozygous state in a healthy individual [22] . A higher number of homozygous LOFs could be due to high inbreeding coefficient of 0.0196, as estimated in our previous study [6] , and tradition of consanguineous marriages in the family of participant.
Allele frequency analysis, using data from 1000 Genomes Project, of 58 (out of the above-mentioned 61) homozygous exonic LOF SNPs showed that 13 of these SNPs are rare variants (with MAF ≤ 0.05) (Additional file 7: Figure S4 ); thus it can be safely inferred that these LOF mutations are genuine and are not sequencing artifacts. Furthermore, out of 61 LOF homozygous SNPs, 17 are annotated as expression quantitative trait loci (eQTLs) in various populations [23] (Additional file 8: Table S4 ). These 130 homozygous LOF variants lie in 125 genes. Clustering of these genes based on gene function using DAVID [24] did not result in any significant cluster classification.
We further report 2,123 known (Additional file 9: Table  S5 ) and 91 novel SNPs (Additional file 10: Table S6 ) that are predicted to be "deleterious"; these deleterious SNPs are distributed across 1,173 genes. 6.6% of the novel deleterious SNPs and 28% of the known deleterious SNPs are homozygous, Of the known 2,123 deleterious SNPs, 9 are common with the LOF data set. There is no enrichment of disease classes, but analysis using DAVID tool showed an enrichment of olfactory receptor activity with Benjamin corrected p-value of 1.2E-19. A similar enrichment in olfactory receptor activity was observed in analysis of whole genome sequence of Indian individual [25] .
Associating identified variants with phenotype traits
A major challenge in delineating functional aspects from personal genomes lies in relating the variants with biological phenotypes such as pharmacogenomic traits, disease risks and other common phenotypic traits (e.g. hair and eye color). Of the identified homozygous LOF variants, rs5758511 [22: g.42336172G > A leading to stop codon gain] (CENPM gene [MIM: *610152] is seen associated with the biological phenotype of decrease in birth weight [26] . As birth weight is often associated with metabolic syndromes [27] , it is important to look for these signals relatively early. Further, the CENPM gene has been shown to be associated with benzene haematotoxicity [28] and body weight [29] . We could further delineate genotype-disease associations in the case of 28 SNPs from the set of 'known' deleterious SNPs ( [30] , longterm memory [31] and triglycerides level [32] [33] [34] , The observed homozygous genotype of (AA) at rs2304256 provides protection from Type 1 diabetes [30] . As regards to the homozygous genotype of GG seen at rs1799990 in the sequenced genome, it has been reported that twenty-four hours after a word list-learning task, carriers of either the (AA) or (AG) genotypes recalled 17% more information than (GG) genotype carriers, but short-term memory was unaffected [31] . rs676210 has been associated with triglyceride (TG) response to fenofibrate treatment for hypertriglyceridemia [35] ; participants having the homozygous AA genotype (as is the case with the sequenced genome in this study) at rs676210 have greater triglyceride lowering ability than those with the CC genotype in response to fenofibrate treatment. Though risk alleles are seen at these variants, the manifestation is not seen in the participant. For example, participant medication history does not state use of fenofibrate and his triglyceride levels are reported to be normal at 0.82 mmol/L. In future, if these phenotypes manifests in the participant, these findings can aid physicians in treating the participant.
The remaining deleterious SNPs that are heterozygous, include rs2108622 [19: 
*604426]) that is associated with Warfarin drug response and altered Vitamin K (VK1) metabolism. It has been shown that compared to individuals with the homozygous CYP4F2 genotype (CC) at rs2108622, carriers of the heterozygous CT (and homozygous TT) genotypes require higher warfarin doses to elicit anticoagulation response [36] [37] [38] [39] . An earlier study in Kuwait has also reported poor quality of anticoagulation with Warfarin [40] . Other phenotypes such as multiple sclerosis and obesity are also seen in this list of deleterious SNPs (Table 2) .
From the remaining known non-coding SNPs, we annotated 6,328 SNPs corresponding to 811 traits (Additional file 11: Table S7 ). 2,457 (38.8%) of these 6,328 SNPs are homozygous. In congruence with the reported history of Type 2 diabetes and β-Thalassemia (Minor) by the participant, we find the presented genome to exhibit 72 out of 159 Type 2 diabetes and 3 out of 4 β-Thalassemia variants as annotated in NHGRI GWAS Catalog. We find that most of the observed 72 Type 2 diabetes SNPs have been discovered in populations of South and East Asian descent [41] [44, 45] . It has been reported that these three loci are the best and common predictors of the disease severity in β-Thalassemia [43] . Further, it is noted that there is incidence of migraine in the family of the participant; in conformity with this, we find the presented genome to exhibit 76 out of 169 migraine variants annotated in GWAS Catalog. Only in the case of these 28 (of the identified 2123 'known' deleterious SNPs), the genotype-phenotype associations are known in NHGRI GWAS Catalog.
Comparing the sequenced genome with individual genomes from other continents
In order to assess the extent of variability that the KWP1 genome exhibits, we performed inter-genome comparisons with 10 representative genomes from four continents and derived nearest-neighbor tree based on genome-wide variant positions shared among genomes (Figure 2A ). KWP1 genome is seen located in the vicinity of the five CEU genomes (Figure 2A) . On rebuilding the tree using only those shared SNPs, which are previously associated with human diseases cataloged in OMIM database, we observe a change in the position of KWP1 genome, now lying between the Asian and the European genomes ( Figure 2B ) -this is in concordance with geographical location of the origin of sample i.e. at the nexus of Asian and European continents. This illustrates that disease profile of individual populations can be different, irrespective of their overall shared origin and that ethnicity acts as the dominant trend structuring disease-associated SNP locations. [47] . On examining the remaining 97 mismatch heterozygous SNPs, the read depth in these regions ranges from 2-35 with a mean depth of 14 (Additional file 13: Table S9 ). We looked at a SNP rs6552934, having a read depth of 9 with 7 reads supporting G allele and 2 reads supporting A allele, that is called as GG in sequencing data ( Figure 3A ) but as heterozygous AG in bead chip ( Figure 3B ); this instance of sequencing call clearly indicates that genotype calls using sequencing data can go wrong in regions of low coverage. Further, we examined the impact of novel SNPs and indels in the vicinity of SNPs typed on bead chip. We consider an exemplary SNP of rs3899654, which has a novel heterozygous deletion of 2 bps upstream of the variant in KGP1 genome, that is supposed to have CT call ( Figure 4A) ; however, the typed marker in bead chip leads to inconsistent genotype call of CC ( Figure 4B ). Further, we illustrate that there exist a considerable number of novel SNPs and indels in KWP1 genome around the typed common markers ( Figure 5 ) which can lead to inconsistent calls. Figure 6 provides a high-level view of the contents of the draft genome sequence in terms of density of known and novel variants (SNPs, short and long indels) observed in KWP1 genome, density of duplications, and the extent of chromosomal translocations. We have also created a genome browser (see the section on Availability of supporting data) for users to view an annotated display of the identified variants and structural variations, in the context of sequence and annotation tracks from other genome resources.
Annotation of the genome for structural variations
Genome view of the variants
Discussion
This study, as part of Kuwait Genome Project (that plans to derive reference genome sequences for the different subgroups of Kuwaiti population), analyzes genome of a Kuwaiti male participant with origin tracing back to Persian tribes of Iran. This separate genetic subgroup of Persian ancestry has also been reported in other states of Arabian Peninsula, such as Qatar [49] . We report around~3.9 million genome variants, some of which are novel.
Presence of Persians in Kuwait dates back to seventeenth and eighteenth centuries, but due to absence of borders until the middle of twentieth century, there are no historical records available [50] . Myron push-pull theory [51] has often been used to explain Persian migration from southwest Iran to Kuwait. During the period of late nineteenth century to the early twentieth century, Southwest Iran was experiencing economic and political difficulties. These difficulties acted as push factors for Persian migration to places such as Dubai, Sharjah, Abu Dhabi, Al-Doha, Basrah and Manamah. In contrast, the pull factors typified by the political stability, economic prosperity, low taxes and low crime rate attracted Persians to State of Kuwait [52] . Presence of the genetic subgroup of Persian ancestry in other states of the Arabian Peninsula (as mentioned above) may suggest that migrations among Gulf States might also have happened; nautical trade along the Arabian Gulf might have facilitated such intra-Peninsula migrations. In modern-day Kuwait, up to 20 -30% of the natives are of Persian descent [53] .
Large-scale sequencing initiatives are being proposed [54] [http://rc.kfshrc.edu.sa/sgp/Index.asp] in the Peninsula with the aim to provide comprehensive data on genome variants instrumental in designing genome-wide bead arrays for conducting large-scale genetic studies in populations of the region. Bead arrays are designed with two assumptions: (1) the sequence in the sample is identical to the probe sequence, except at the position to be genotyped, and (2) there are only two possible alleles at the genotyped position for which the array is designed [55] . We find examples to show that falsifying any of the above two conditions can lead to wrong genotype calls from bead arrays. Previous reports on utilization of genome-wide bead arrays designed using reference human genome show that up to 34 % of published array-based GWAS studies for a variety A detected structural variation is defined to be 'known' if at least 50% of the detected variation (e.g. deletion) overlaps with a known variation.
of diseases utilize probes that overlap unanticipated SNPs, indels, or structural variants [56] .
As sequencing experiments are gaining pace and large studies are being designed to decipher genetic relationships with common biological traits, unequal distribution of reads across genome regions can become a cause of concern. Previous reports have shown that differences in read depths across regions of genome and homozygous SNP calls flatten when the read depth reaches a threshold of 8, but heterozygous calls increase with increase in read depth [57, 58] . In this paper, we show that a region of low read depth can cause false homozygous call using sequencing data, but correct heterozygous call was made using bead array. In a vicious circle of technology improvement, more large-scale sequencing studies on individual populations are needed to design more robust bead arrays, however these large sequencing projects can utilize the current bead arrays to improve genotype calling in low coverage regions.
We demonstrate that the genome of the sequenced individual, who suffers from Type 2 diabetes, harbors as many as 72 (out of the 159) variants previously associated with Type 2 diabetes. This observation has implications on global initiatives that strive to develop genome panels to help in genetic susceptibility testing for Type 2 diabetes [59, 60] . Several commercial companies offer genome panels incorporating up to 38 variants designed for different ethnicities [61] . Clinical utility evidence provided by such panels that include differing number of variants up to 38 has been found to be inadequate. In our current study, we find that up to 72 markers relating to Type 2 diabetes are seen in the sequenced genome.
We further demonstrate that the presented genome, of the individual who has a medical history of β-Thalassemia (Minor), harbors three of the four β-Thalassemia variants annotated in GWAS Catalog. Thalassemia and Sickle cell anemia are the most prevalent genetic blood diseases in Kuwait [62, 63] . Furthermore, it is known that β-thalassemia is the most common hereditary disease in Iran [64] ; the origin of the individual sequenced in this study traces back to the Fars province of Iran.
It is further assessed that the family of the individual sequenced in this study has a history of migraine. In concordance with this medical history, we find that the genome of the individual harbors 76 (out of 169) variants that are associated with migraine in GWAS Catalog.
The identified variants include deleterious and loss-offunction coding variants, as well as critical non-coding variants that are associated with phenotype traits -some of the notable phenotype traits include: decrease in birth weight, protection towards Type 1 diabetes, decrease in Figure 6 Summary of analysis of genomes from Kuwait subgroup of Persian ancestry. Tracks (from outer to inner): Karyotype of Human Genome; Density (in every window of 1 Mb) of 'known' SNPs (i.e. annotated in dbSNP 138); Density of 'novel' SNPs (i.e. not annotated in dbSNP138); Density of 'known' indels; Density of 'novel' indels; Density of Long Deletions; Density of Long Insertions; Density of Inversions; Density of Duplications; Links representing intra-and inter-chromosomal translocations. The image was generated using Circos [48] .
long term memory, greater triglyceride lowering ability in response to fenofibrate treatment, and higher warfarin doses to elicit anticoagulation response.
Conclusions
This is the first study to report a reference genome resource for the population of Persian ancestry. We report novel genome variants that include SNPs, indels and structural variations that enlarge the current repertoire of human genome variation. Nearest-neighbor tree built using shared disease-causing variants between the Persian genome and other continental genome positions the Persian genome between the Asian and European genomes; this is in concordance with the geographical location of the origin of the sample at the nexus of Asian and European continent. Apart from the findings from population-context, the study illustrates that the participant's medical history of Type 2 diabetes and β-Thalassemia as well as the medical history of migraine in the family of the participant, are accounted by the presence of a large number of genome variants that are known to be associated with these traits. The presented genome data provides a starting point for designing large-scale genetic studies in Persian population.
Methods
Ethics statement
The study was approved by the Scientific Advisory Board and the Ethics Advisory Committee at Dasman Diabetes Institute, Kuwait. Written informed consent for the study was obtained from the participant before blood samples were collected.
Sample collection and library preparation
Blood sample was collected in EDTA 4 ml tube. Gentra Puregene® kit (Qiagen, Valencia, CA, USA) was used to extract DNA as per manufacturer's protocols. DNA was quantified using both the Quant-iT™ PicoGreen® dsDNA Assay Kit (Life Technologies, NY, USA) and the Epoch Microplate Spectrophotometer.
Prior to library preparation, frozen DNA stock was diluted to a working solution of 50 ng/μl as recommended by Illumina (CA, USA) and was quantified by agarose gel analysis. DNA sample was sheared to generate uniform size segments averaging around 400 bps by using Covaris E220 instrument (Covaris, Woburn, MA, USA) with the parameters of Duty Cycle 10%; Intensity 4; Cycles per Burst 200; and Time 55 seconds. Sheared DNA was used to prepare sequencing libraries using TruSeq DNA sample preparation and cBot Paired End (PE) cluster generation kits as per manufacturer's protocols (Illumina, CA, USA). Libraries were loaded on a HiSeq 2000 flow cell for paired-end sequencing using the TruSeq SBS 200 cycles chemistry Image analysis and alignment of reads from whole genome sequencing CASAVA v1.8.2 (Illumina Inc, USA) was used for demultiplexing and Bcl to fastq conversion. The generated paired-end reads were aligned to human reference genome hg19 using BWA v0.6.2 [65] ; default parameters were used with the exception of "-q 30" for aln command to allow trimming at the 3′ ends of the reads. The resultant SAM files were converted to BAM using Sequence Alignment/Map (SAM) tools v0.1.18 [66] , where bit representing "each segment properly aligned according to the aligner" is set in SAM bitwise FLAG. Alignments were visualized using GenomeBrowse™ v1.1 by Golden Helix, Inc.
SNP and indel discovery
We used a modified HugeSeq [67] pipeline, which enables the pipeline to run on multi-core Linux Desktops, to standardize the variant discovery process. Quality control checks on BAM files were performed before variant calling using tools in Genome Analysis Toolkit (GATK) v2.4-7-g5e89f01 [68] and Picard v1.86 toolkit as recommended in HugeSeq pipeline. We observe 4,118,585 variants (SNPs + indels) using GATK UnifiedGenotyper [20] and 4,227,839 variants using SAMtools. The consensus set between the two methods, as reported in this work, includes 3,977,923 variants. The consensus set, which was determined using vcftools isec method [69] , was used in all subsequent analyses.
Mitochondrial and Y-chromosome haplogroup analysis
The paired-end reads aligned to hg19 mitochondrial sequence were realigned to rCRS (Revised Cambridge Reference Sequence) [70] using all the quality control steps that we adopted for calling variants. The variants were used to call haplogroups using HaploGrep [71] . The data conversion from VCF file to HaploGrep input file (.hsd file) was performed manually. The Y-chromosome variants were used to call haplogroups using AMY-tree software [72] .
Annotation of variants
SNP & Variation Suite v8.1 (SVS) [Bozeman, MT: Golden Helix, Inc] was used to annotate variants as "known" or "novel" by considering dbSNP 138 database as reference.; a variant is annotated as "novel", if the variant is not present in dbSNP or the alternate allele seen in the genome is not a subset of those annotated in dbSNP database. We further classified the variants according to their genomic annotation into 10 categories using the SVS tool. Exonic variants were further classified into 13 categories based on their location within the genes and their effects on protein sequences. The nonsynonymous variants were examined for damaging effects on the encoded proteins by using SIFT [73] and PolyPhen2 [74] annotations. Variants that are annotated either by SIFT as 'Damaging' OR by PolyPhen2 as 'Probably Damaging' are classified as "deleterious" [75] . The NHGRI GWAS Catalog [76] was used to annotate SNPs for association with human diseases and other phenotype traits using Annovar [77] .
Detecting structural variations
We used four different algorithms as part of HugeSeq pipeline, to detect structural variations from paired-end reads. BreakDancer version 1.1 [78] uses anonymous long or short span size between the paired-end reads to identify long indels. Furthermore, it identifies both intra-and inter-chromosomal translocations. Pindel version0.2.4 [79] was used for split-read analysis. CNVnator version 0.2.7 [80] was used to perform read-depth analysis. BreakSeq Lite version 1.0 [81] was used for junction mapping. Calls from the different tools were merged, using BEDTools [82] , if the reciprocator overlap between two variants is ≥ 0.5. Deletions were annotated using Annovar [77] . A detected structural variation is defined to be 'known' if at least 50% of the detected variation (e.g. deletion) overlaps with annotated variations (e.g. deletions) in the Database of Genomic Variants [46, 83] ; otherwise, the deletion is considered to be "novel". Repeat content of the identified structural variations are estimated using rmsk (RepeatMasker) tables from UCSC [84] .
Calculation of intergenome distances between the KWP1 genome and representative genomes from continental populations
We consider a total of 10 genomes covering diverse ethnicities (African, Asian, European, and American), downloaded from the sites of 10Gen [85] , for comparing the intergenome similarities with the genome sequenced in our study.
We adopted the methods developed by Moore et al. [85] to calculate intergenome distances based on information relating to shared variant locations between genomes. We constructed the nearest-neighbor tree that is based on such calculated intergenome distances using PHYLIP [86] .
Similar method was used to construct phylogenetic tree using 100 Qatari exomes [13] without bootstrap analysis.
Depiction of consensus nearest-neighbor tree based on shared variants among genomes with known disease-causing/predisposing alleles as cataloged in OMIM The tree depicting OMIM phylogenetic comparison is constructed with the method of Moore et al. (described in the previous section) used to construct the nearestneighbor tree based on genome-wide shared variants, but restricting the shared variant locations between genomes to include only those locations where at least one of the genomes contain an OMIM [87] allele. The tree was bootstrapped 50 times, and labels on the nodes depict the resulting bootstraps.
Building the genome browser to visualize the sequenced genome
Genome browser provides an effective means to share genome data to biomedical community; we have set up JBrowse (version 1.8.1), a graphical interface to enable access to the reported whole genome sequences. JBrowse is an open-source project for genome browser [88] . We have facilitated visualization of external data (such as genome variants reported in Database of Genomic Variant and dbSNP 138) along with the KWP1 genome.
Availability of supporting data
The reported whole genome sequence and all the identified variants (known and novel) are available on the ftp site (http://dgr.dasmaninstitute.org/DGR/downloads.html). The data can be visualized using genome browser with other annotations tracks from UCSC at http://dgr.dasmaninstitute. org/DGR/gb.html. Proper functionality of the web server requires Firefox version 6 (or later versions) or Internet Explorer version 10 (or later versions).
In addition, the data has been deposited with the NCBI data repositories. The whole genome sequencing reads are deposited with NCBI SRA (Sequence Read Archive) (accession number: SRX535330), the SNPs and indels with NCBI dbSNP (Database of short genetic variations), and the CNV/SV structural variation calls with NCBI dbVar (Database of genomic structural variation) (accession number: nstd99).
